Introduction
The HIV epidemic in the Caribbean is one of the few epidemics in the world that is dominated by subtype B and has a heterosexual transmission pattern. Close examination of the Caribbean subtype B viruses by full genome sequencing may shed light on the epidemic. Methods: Serum samples from Trinidad and Tobago (TT), Jamaica (JM), Haiti (HT) and the Dominican Republic (DO) were collected for characterization. CDNA synthesized from viral RNA was PCR amplified and sequenced with an ABI 3100 sequencer.
Results
Over 60 strains were analyzed and all but one was subtype B. Phylogenetically there were no island-specific or Caribbean-specific genetic clusters, though a majority of new TT samples retained the signature threonine deletion in the V3 loop. One sample from DR was a unique BC recombinant having gag and env from subtype C and pol from subtype B. Glycosylation patterns in the Caribbean gp160's were different from those of other subtype B strains from the epidemic.
Conclusion
The genetic isolation of the TT strains from the mid-1990's is no longer visible in the most recent samples, though the majority still retains the earlier signature in V3. Glycosylation differences between the Caribbean envs and those in North America may relate to natural selection of the Caribbean virus for heterosexual transmission. [link 'here' using 'a href' to: <url>http://www.biomedcentral.com/content/pdf/1742-4690-2-S1-full.pdf</url>]</note> </supplement>
